Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.003 Å; R factor = 0.039; wR factor = 0.108; data-to-parameter ratio = 11.7.
Related literature
For the biological activity of fenamates, see: Boschelli et al. (1990) ; Reddy et al. (2010) ; Aboul-Fadl et al. (2011) . For the synthesis, see: Reddy et al. (2010) ; Aboul-Fadl et al. (2011) . For a related structure, see: Bhat et al. (2012) . For hydrogen-bond motifs, see: Bernstein et al. (1995) . For reference bond-length data, see: Allen et al. (1987) . For the stability of the temperature controller used for the data collection, see: Cosier & Glazer (1986 Table 1 Hydrogen-bond geometry (Å , ).
Cg1 is the centroid of the C1-C6 ring. Data collection: APEX2 (Bruker, 2009 ); cell refinement: SAINT (Bruker, 2009 ); data reduction: SAINT; program(s) used to solve structure: SHELXTL (Sheldrick, 2008) ; program(s) used to refine structure: SHELXTL; molecular graphics: SHELXTL; software used to prepare material for publication: SHELXTL and PLATON (Spek, 2009 (Boschelli et al., 1990; Reddy et al., 2010; Aboul-Fadl et al., 2011) . In view of the importance of the hydrazide of fenamic acid as an active synthon in the synthesis of compounds with biological interests (Reddy et al., 2010; Bhat et al., 2012) , we report herein the crystal structure of the title compound.
The molecular structure of the title compound is shown in Fig. 1 . The C1-C6 benzene ring makes a dihedral angle of 58.05 (9)° with the C7-C12 benzene ring. The non-H atoms of hydrazide group (O1/N2/N3/C13) lie nearly on a plane [r.m.s. deviation = 0.0006 Å] and are nearly coplanar with the attached C7-C12 benzene ring as indicated by the dihedral angle of 8.02 (9)°. An intramolecular N1-H1N1···O1 hydrogen bond generates an S(6) ring motif (Bernstein et al., 1995) in the molecule. Bond lengths (Allen et al., 1987) and angles are within normal ranges and are comparable to those in a related structure (Bhat et al., 2012) .
In the crystal (Fig. 2) , the molecules are linked by pairs of intermolecular N2-H1N2···N3 hydrogen bond into inversion dimers. The crystal packing is further stabilized by C-H···π interactions (Table 1) , involving Cg1 which is the centroid of C1-C6 ring. A short intramolecular contact [H1N2···H9A = 1.88 Å] is also observed.
Experimental
The title compound was prepared by the reaction of the methyl ester of fenamic acid with hydrazine hydrate or with the direct reaction of fenamic acid with hydrazine hydrate under microwave irritation (Reddy et al., 2010; Aboul-Fadl et al., 2011) . Brown blocks were grown from the slow evaporation of a methanol solution.
Refinement
The N-bound H atoms were located in a difference Fourier map and refined freely [N-H = 0.89 (2), 0.93 (3) and 0.963 (19) Å]. The remaining H atoms were positioned geometrically [C-H = 0.93 and 0.96 Å] and refined with U iso (H) = 1.2 or 1.5U eq (C). A rotating group model was applied to the methyl groups. Five outliers, (213), (417), (533), (300) and (532), were omitted in the final refinement.
Computing details
Data collection: APEX2 (Bruker, 2009 ); cell refinement: SAINT (Bruker, 2009 ); data reduction: SAINT (Bruker, 2009 ); program(s) used to solve structure: SHELXTL (Sheldrick, 2008) ; program(s) used to refine structure: SHELXTL (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication:
SHELXTL (Sheldrick, 2008) and PLATON (Spek, 2009 The molecular structure of the title compound with 50% probability displacement ellipsoids. The dashed line represents the intramolecular N-H···O hydrogen bond.
Figure 2
The crystal packing of the title compound viewed along the a axis. The dashed lines represent the hydrogen bonds. For clarity sake, hydrogen atoms not involved in hydrogen bonding have been omitted. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) C8 0.0171 (9) 0.0208 (9) 0.0150 (8) −0.0077 (7) −0.0043 (6) −0.0016 (6) C9 0.0174 (9) 0.0230 (9) 0.0193 (8) −0.0063 (7) −0.0004 (7) −0.0026 (7) C10 0.0188 (10) 0.0197 (9) 0.0232 (9) −0.0024 (7) −0.0039 (7) −0.0026 (7) C11 0.0240 (10) 0.0195 (9) 0.0192 (8) −0.0074 (8) −0.0077 (7) 0.0026 (6) C12 0.0192 (9) 0.0225 (9) 0.0172 (8) −0.0088 (7) −0.0016 (6) −0.0002 (6) C13 0.0176 (9) 0.0218 (9) 0.0155 (8) −0.0080 (8) −0.0031 (6) −0.0034 (6) C14 0.0242 (11) 0.0312 (10) 0.0246 (9) −0.0001 (8) −0.0051 (8) −0.0039 (8) C15 0.0206 (10) 0.0234 (9) 0.0385 (11) −0.0083 (8) −0.0042 (8) −0.0051 (8) Geometric parameters (Å, º)
O1-C13 1.236 (2) C5-C15 1.505 (2) N1-C7 1.372 (2) C7-C12 1.411 (2) N1-C6 1.422 (2) C7-C8 1.422 (2) N1-H1N1 0.89 (2) C8-C9 1.401 (2) 
